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RAW SEQUENCE LISTING DATE: 0 3/21/2 002 

PATENT APPLICATION: US/10/025,335 TIME: 14:05:16 

Input Set : N: \Crf 3\RULE60\100253 3 5 , raw 
Output Set: N:\CRF3\03212002\J025335.raw 

SEQUENCE LISTING 

.) GENERAL INFORMATION: 

(1) APPLICANT: Coleman, Roger 
Bandman, Olga 

(ii) TITLE OF INVENTION: NOVEL HUMAN C5A-LIKE RECEPTOR 
(iii) NUMBER OF SEQUENCES: 3 
(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: Incyte Pharmaceuticals, Inc. 

(B) STREET: 3174 Porter Drive 

(C) CITY: Palo Alto 

(D) STATE: CA 

( E ) COUNTRY : USA %^ % r~ 

(F) ZIP: 94304 ^ |\| i T^. K^.. I ..J 

(V) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Diskette 

(B) COMPUTER: IBM Compatible 

(C) OPERATING SYSTEM: DOS 

(D) SOFTWARE: FastSEQ for Windows Version 2.0 
(Vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: US/10/025,335 

(B) FILING DATE: 18-Dec-2001 

(C) CLASSIFICATION : 
(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 08/791,974 

(B) FILING DATE: 
(viii) ATTORNEY/AGENT INFORMATION: 

(A) NAME: Billings, Lucy J. 

(B) REGISTRATION NUMBER: 36,749 

(C) REFERENCE/DOCKET NUMBER: PF-0198 US 
(ix) TELECOMMUNICATION INFORMATION: 

4: (B) TELEFAX: 415-845-416 6 

■ Tn FX 

4t [2) INFOKMATIUN FUR bJEU iL> Nu : i: 

4H (i^ ?;FQUFNCF ^HAPA<"TFP T J^Tir'S • 

4b^ (A) LENGTH: 319 amino acids 

so TYPF- amino acid 

51 (C) STRANDEDNESS : single 

S:- (D) TOPOLOGY: linear 

54 (vii) IMMEDIATE SOURCE- 

55 (A) LIBRARY: Consensus 
5h (B) CLONE: 346874 

58 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 
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input Set : N:\Crf3\RULE60\10025335.raw 
Output Set: N:\CRF3\03212002\J025335.raw 
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104 (A) LENGTH: 1257 base pairs 

105 (B) TYPE: nucieic dcid 

106 (C) STRANDEDNESS : single 

107 (D) TOPOLOGY: xineai 

109 (vii) IMMEDIATE SOURCE: 

110 (A) LIBRARY: Consensus 

111 (B) CLONE: 346874 
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113 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 2: 
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137 (2) INFORMATION FOR SEQ ID NO: 3: 



139 (i) SEQUENCE CHARACTERISTICS: 

140 (A) LENGTH: 350 amino acids 

141 (B) TYPE: amino acid 

142 (C) STRANDEDNESS : single 

143 (D) TOPOLOGY: linear 
14 5 (vii) IMMEDIATE SOURCE: 

146 (A) LIBRARY: GenBank 

147 (B) CLONE: 115262 

149 (xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3: 

151 Met Asn Ser Phe Asn Tyr Thr Thr Pro Asp Tyr Gly His Tyr Asp Asp 

152 15 10 15 

153 Lys Asp Thr Leu Asp Leu Asn Thr Pro Val Asp Lys Thr Ser Asn Thr 

154 20 25 30 

155 Leu Arg Val Pro Asp lie Leu Ala Leu Vai lie Phe Ala Val Val Phe 

156 35 40 45 

Val Cly Val L*^n Gly Asn Ala Leu Val Val Trp Val Thr Ala Phe 

^'.^.H 50 55 e-ij 

-'"''^^ <^ ! n Ala Lvs Arq Thr lie Asn Ala Tie Trp Phe Leu Asn Leu Ala Val 

i i.» ;> C/ • ~; 3 - 

161 Ala Asp Phe Leu Ser Cys Leu Ala Leu Pro lie Leu Phe Thr Scr lie 

lb2 5C 9^ 

163 Val Gin His His His Trp Pro Phe Gly Gly Ala Ala Cys Ser lie Leu 

1 b 4 1 ij U l^-Z 1 1 n 

165 Pro Ser lieu lie Leu Leu Asn Met Tyr Ala Ser lie Leu Leu Leu Ala 

166 115 120 125 

167 Thr lie Ser Ala Asp Arg Phe Leu Leu Val Phe Lys Pro lie Trp Cys 
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VERIFICATION SUMMARY DATE: 03/21/2 002 

PATENT APPLICATION: US/10/025,335 TIME: 14:05:17 
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